Exhibit A 

Clean Version of The Pending Claims in U.S. Patent Application Ser. No. 09/818,990 

1. (Amended) An isolated nucleic acid molecule comprising at least 2000 contiguous 
bases of nucleotide sequence first disclosed in SEQ ID NO: 1. 

2. (Twice Amended) An isolated nucleic acid molecule comprising a nucleotide sequence 

that: 

(a) encodes the amino acid sequence shown in SEQ ID NO: 2; and 

(b) hybridizes to the nucleotide sequence of SEQ ID NO: 1 or the complement 
thereof under highly stringent conditions of 0.5 M NaHP0 4 , 7% sodium 
dodecyl sulfate (SDS) and 1 mM EDTA at 65°C and washing in O.lx 
SSC/0.1%SDS at68°C. 

3. An isolated nucleic acid molecule comprising a nucleotide sequence that encodes 
the amino acid sequence shown in SEQ ID NO: 2. 

6. An isolated nucleic acid molecule comprising the nucleotide sequence of SEQ ID 

NO: 1. 

7. A recombinant expression vector comprising the isolated nucleic acid molecule of 
claim 1. 

8. The recombinant expression vector of claim 7, wherein the isolated nucleic acid 
molecule encodes the amino acid sequence shown in SEQ ID NO: 2. 

9. The recombinant expression vector of claim 8, wherein the isolated nucleic acid 
molecule comprises the nucleotide sequence of SEQ ID NO: 1. 
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A host cell comprising the recombinant expression vector of claim 7. 
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Exhibit B 

Marked Up Version of Amended Claims in U.S. Patent Application Sen No. 09/818.990 

1. (Amended) An isolated nucleic acid molecule comprising at least [24] 2000 contiguous 
bases of nucleotide sequence first disclosed in SEQ ID NO: 1. 

2. (Twice Amended) An isolated nucleic acid molecule comprising a nucleotide sequence 

that: 

(a) encodes the amino acid sequence shown in SEQ ID NO: 2; and 

(b) hybridizes [under highly stringent conditions] to the nucleotide sequence of 
SEQ ID NO: 1 or the complement thereof under highly stringent conditions 
of 0.5 M NaHPO,. 7% sodium dodecvl sulfate (SDS) and 1 mM EDTA at 
65°C and washing in O.lx SSC/0.1%SDS at 68°C . 

3. An isolated nucleic acid molecule comprising a nucleotide sequence that encodes 
the amino acid sequence shown in SEQ ID NO: 2. 

6. An isolated nucleic acid molecule comprising the nucleotide sequence of SEQ ID 

NO: 1. 

7. A recombinant expression vector comprising the isolated nucleic acid molecule of 
claim 1. 

8. The recombinant expression vector of claim 7, wherein the isolated nucleic acid 
molecule encodes the amino acid sequence shown in SEQ ID NO:2. 

9. The recombinant expression vector of claim 8, wherein the isolated nucleic acid 
molecule comprises the nucleotide sequence of SEQ ID NO: 1. 
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A host cell comprising the recombinant expression vector of claim 7. 
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Exhibit C 

Marked Up Version of Amended Title in U.S. Patent Application Ser. No. 09/818.990 

Novel Human Muscle Proteins and Polynucleotides Encoding the Same 
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Ap3 Ser^^^318 990 Exhibit F 

WalKe tl^^V LEX-0152-USA 

Novel Hu^WMuscle Proteins ana Polynucleotide* Encoding the Sane (As Amended) 



J 



Query= SEQ ID NO:l 

(3963 letters) 

Score E 

Sequences producing significant alignments: (bits) Value 

AC024258. 9. 1.160658 1794 0.0 

AL512429. 14. 1.11170 1159 0.0 

AC016395. 5. 1.166869 442 e-121 

>AC024258. 9. 1.160658 

Length = 160658 

Score = 1794 bits (904), Expect = 0.0 
Identities = 904/904 (100%) 
Strand = Plus / Plus 

Query: 1 atgcaagacgacagcatagaagcttctacttccatatctcagcttctaagagagagctat 60 

II III IM MMIM II Ml II II! IMMI MM M M I 

Sbjct : 110106 atgcaagacgacagcatagaagcttctacttccatatctcagcttctaagagagagctat 110165 
Query: 61 ttagctgaaaccagacatcggggaaacaatgagaggagtcgagcggagccctcctccaac 120 

II Ml II! MMIM II II II M IMMM II M M I 

Sbjct : 110166 ttagctgaaaccagacatcggggaaacaatgagaggagtcgagcggagccctcctccaac 110225 
Query: 121 ccttgccatttcggcagtccttctggggccgctgaaggaggcggaggccaagatgacctt 180 

IM II M III Ml II Ml IM II II II MM ! M I 

Sbjct : 110226 ccttgccatttcggcagtccttctggggccgctgaaggaggcggaggccaagatgacctt 110285 
Query: 181 ccagatctttcagcctttctgagccaagaagaattagacgaaagtgtcaatttggcaaga 240 

MMIIIIIIMMMIII MIMIIIIIIIMIMIIMIIIIIIMIIMI! Mill 

Sbjct : 110286 ccagatctttcagcctttctgagccaagaagaattagacgaaagtgtcaatttggcaaga 110345 
Query: 241 ctggccatcaattacgaccctttggagaaggcagatgaaactcaagctagaaaacgactt 300 

II II II iMMi II II II M IM II Ml M M I 

Sbjct : 110346 ctggccatcaattacgaccctttggagaaggcagatgaaactcaagctagaaaacgactt 110405 
Query: 301 tctcctgatcagatgaaacactcacctaatttaagttttgagcctaacttctgccaggat 360 

II IMMI IM II IM IM II Ml Ml Ml M M I I 

Sbjct : 110406 tctcctgatcagatgaaacactcacctaatttaagttttgagcctaacttctgccaggat 110465 
Query: 361 aaccctcgaagtcccaccagctctaaagaaagcccccaggaggcaaaaaggccacagtat 420 

IM IMMI IM II MM II II Ml IM Ml M M I M 

Sbjct : 110466 aaccctcgaagtcccaccagctctaaagaaagcccccaggaggcaaaaaggccacagtat 110525 
Query: 421 tgttctgaaacccagtccaaaaaagtatttttaaataaggctgccgacttcattgaagag 480 

II II IMMI MM I i MM II II II I ; I I I I 

Sbjct : 11052 6 tgttctgaaacccagtccaaaaaagtatttttaaataaggctgccgacttcattgaagag 110585 



Query: 481 ctatcctcccttttcaaatcccacagctccaaaaggattagacctcgtgcctgcaaaaac 540 

I II I II M, IMM IMM II I, IMM, M IMMiMI 

Sbjct : 110586 ctatcctcccttttcaaatcccacagctccaaaaggattagacctcgtgcctgcaaaaac 110645 



Query: 
Sbjct: 



541 cacaagagtaaactggaatctcaaaacaaagttatgcaggaaaacagctccagtttctca 600 

i ii m i. ii, i ii i :i I: ii'ii' i: ii: i 'i 

110646 cacaagagtaaactggaatctcaaaacaaagttatgcaggaaaacagctccagtttctca 110705 



Query : 
Sbjct : 



601 gatctgtcagaaagacgagaaagatcttctgttcccatccctatccctgcggataccagg 660 

IIMIIIIIIMIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIMMMMIIII 

110706 gatctgtcagaaagacgagaaagatcttctgttcccatccctatccctgcggataccagg 110765 



Query : 
Sbjct : 



661 gataatgaagtgaatcacgccctggaacagcaggaagccaagaggcgtgaagcggagcag 720 

II II I MM I Ml M II I Ml I Mill I M! I I 

110766 gataatgaagtgaatcacgccctggaacagcaggaagccaagaggcgtgaagcggagcag 110825 



Query: 721 gctgccagtgaggcggctggtggagacactacaccagggtcttccccttcatctctgtac 780 

II II I Ml I Ml I II I Ml I Mill I II M II 

Sbjct : 110826 gctgccagtgaggcggctggtggagacactacaccagggtcttccccttcatctctgtac 110885 

Query: 781 tatgaagaacctctggggcaacctccccggttcactcaaaagttacggagcagagaagtt 840 

IMM ;M II M; M I IM I II I Ml IMIM II M I 

Sbjct : 110886 tatgaagaacctctggggcaacctccccggttcactcaaaagttacggagcagagaagtt 110945 



Query: 
Sbjct: 



841 ccagaaggaactcgagtacagttggattgcatagtggtaggaattccaccacctcaagta 900 

IMM M IMM M M IM I II I Ml IMM: || I II 

110946 ccagaaggaactcgagtacagttggattgcatagtggtaggaattccaccacctcaagta 111005 



Query: 901 aggt 904 
I I I I 

Sbjct: 111006 aggt 111009 



Score = 728 bits (367), Expect =0.0 
Identities = 372/375 (99%) 
Strand = Plus / Plus 



Query: 1599 aggaaatgaggacctcagcaacaacgggtctcttcactcagccaactcyaccaccaacct 

M M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 

Sbjct : 154959 aggaaatgaggacctcagcaacaacgggtctcttcactcagccaactctaccaccaacct 



1658 



155018 



Query: 1659 ggcagctattgagccacagccctccccaccccactcagagcctccatctgtggaacaacc 1718 

I IMM MUM III IMM I Ml IMMI MMIMIM I Ml 

Sbjct : 155019 ggcagctattgagccacagccctccccaccccactcagagcctccatctgtggaacaacc 155078 



Query: 1719 ccccaaacccaaactcgagggggttctggtgaaccacaatgagccccggtccagctccag 177 8 

1 1 1 -II I Ml 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 Mi 1 1 1 M 1 1 1 1 1 1 1 1 1 1 M I M III II 

Sbjct : 155079 ccccaaacccaaactcgagggggttctggtgaaccacaatgagccccggtccagctccag 155138 
Query: 177 9 gattgggcttcgtgtgcacttcaacctgcctgaagatgacaaaggaagtgaagcatcctc 1838 

MIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIII IIIIIMIMIIMII 

Sbjct: 155139 gattgggcttcgtgtgcacttcaacctgcctgaagatgacaaaggaagtgaagcatcctc 155198 
Query: 183 9 cgaggctggtgtggtgaccaccagacagaccaggcccgattctttscaggagaggttcaa 1898 

II IMM II M II M II MM IMM I I: II I 

Sbjct : 155199 cgaggctggtgtggtgaccaccagacagaccaggcccgattctttccaggagaggttcaa 155258 
Query: 1899 cggacaggcaacaaaaaccccagagccttctttccccgtgaaagagccccctccagttct 1958 

MMM II II II MlIM I I IIIIMMIil.il 

Sbjct: 155259 cggacaggcaacaaaaaccccagagccttcttcccccgtgaaagagccccctccagttct 155318 
Query: 1959 ggccaaacccaaact 1973 

1 1 1 1 1 1 ! 1 1 1 1 1 1 i I 

Sbjct: 155319 ggccaaacccaaact 155333 



Score = 355 bits (179), Expect = le-94 
Identities = 179/179 (100%) 
Strand = Plus / Plus 

Query : 901 aggtggtactgtgaaggcaaggagc t tgaaaattccccagatattcacatcgtccaggca 960 

IM I II M I IM I II II I II M Ml M M 

Sbjct: 131605 aggtggtactgtgaaggcaaggagcttgaaaattccccagatattcacatcgtccaggca 131664 
Query: 961 ggaaatctgcactcactgaccattgcggaagcctttgaagaggacacaggacgctattcc 1020 

I M I Ml II I II I IM MMI MM I II I IM 

Sbjct: 131665 ggaaatctgcactcactgaccattgcggaagcctttgaagaggacacaggacgctattcc 131724 
Query: 1021 tgctttgcttctaacatctatgggacagattcgacttctgctgagatttatatagaagg 1079 

1 1 1 1 ! 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 > 1 1 M 1 1 1 1 1 1 1 1 

Sbjct : 131725 tgctttgcttctaacatctatgggacagattcgacttctgctgagatttatatagaagg 131783 



Score = 286 bits (144), Expect = 9e-74 
Identities = 144/144 (100%) 
Strand = Plus / Plus 

Query: 1316 agatgctacaaaatttgtcagcttctgagggtcagctggttgtctttgaatgcagagtaa 1375 

I , ' ,i M iM ' ; , MM I . I 

Sbjct : 147151 agatgctacaaaatttgtcagcttctgagggtcagctggttgtctttgaatgcagagtaa 147210 



Query: 137 6 aaggagctccatctcctaaggttgagtggtatagagaagggactttaatagaagattctc 1435 

IIIIMIIII IIIIIIIMIMI IIIMMIIIIM IMIIIMI IIIIIIMIIIM II 

Sbjct : 147211 aaggagctccatctcctaaggttgagtggtatagagaagggactttaatagaagattctc 147270 
Query: 143 6 cagattttaggattttacagaaaa 1459 

1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct: 147271 cagattttaggattttacagaaaa 147294 



Score = 238 bits (120), Expect = 2e-59 
Identities = 120/120 (100%) 
Strand = Plus / Plus 

Query : 1482 agaggagat t tgcacct tggtcat tgctgaggtgtttgcagaagattc tgggtgct tcac 1541 

1 1 1 1 1 1 1 I I ! 1 1 1 1 1 ! 1 1 M : 1 1 1 M 1 1: 1 1 1 1 ! I 1 1 I U ! M: M 1 1 I M I i I 

Sbjct : 154367 agaggagatttgcaccttggtcattgctgaggtgtttgcagaagattctgggtgcttcac 154426 
Query: 1542 atgtactgcaagcaacaaatacggcacagtgtcaagcattgcacagctgcacgtgagagg 1601 

iiiiiiiiimiiiiiiimiiiiiiiiiiiiiiiiiiiimiimiimiiimiimi 

Sbjct : 154427 atgtactgcaagcaacaaatacggcacagtgtcaagcattgcacagctgcacgtgagagg 154486 



Score = 230 bits (116), Expect = 5e-57 
Identities = 116/116 (100%) 
Strand = Plus / Plus 

Query: 113 0 gaatccagaagccaaatgaggtgtcatctcctcccactacctctgcagtcattcctccag 1189 

IIIIIIIIIIIIIIIIMMIIIIIIIIIIIIIIMMIIIIIMMIIIIIIIIIIIII 

Sbjct : 137019 gaatccagaagccaaatgaggtgtcatctcctcccactacctctgcagtcattcctccag 137078 
Query: 1190 cagtaccccaagcccagcatttggtggcccaacctcgtgtggcaaccatccagcag 1245 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 n 1 1 1 1 1 1 ii 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct: 137079 cagtaccccaagcccagcatttggtggcccaacctcgtgtggcaaccatccagcag 137134 



Score = 149 bits (75), Expect = le-32 
Identities = 75/75 (100%) 
Strand = Plus / Plus 

Query: 1243 cagtgtcagagccccaccaattacttgcagggattggatggaaaacctatcattgcagct 13 02 

II MM I! , Ml II ii M II MM II M II Mi 

Sbjct : 138704 cagtgtcagagccccaccaattacttgcagggattggatggaaaacctatcattgcagct 138763 
Query: 1303 cctgtgtttacaaag 1317 

IIIIIIMIIIM 

Sbjct: 138764 cctgtgtttacaaag 138778 



Score = 107 bits (54), Expect = 5e-20 
Identities = 54/54 (100%) 
Strand = Plus / Plus 



Query: 1077 aggggtttcttcttctgactcagaaggcgaccctaacaaggaagagatgaatcg 113 0 

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii 

Sbjct: 134140 aggggtttcttcttctgactcagaaggcgaccctaacaaggaagagatgaatcg 134193 



Score = 48.1 bits (24), Expect = 0.041 
Identities = 24/24 (100%) 
Strand = Plus / Plus 



Query: 1460 aacctcgatccatggcagagccag 1483 

llilllllllllllll IMMMI 

Sbjct: 150396 aacctcgatccatggcagagccag 150419 



>AL512429. 14. 1.11170 

Length = 11170 

Score = 1159 bits (584), Expect =0.0 
Identities = 588/592 (99%) 
Strand = Plus / Plus 

Query: 1974 tgattccactcagttacaacagcttcataaccaagtcttactggaacaacaccaattgca 2033 

MMIMMMMM MIMI lllllll MIMMII! MMMMMMMMIMM 

Sbjct : 4075 tgattccactcagttacaacagcttcataaccaagtcttactggaacaacaccaattgca 4134 
Query: 2034 aaacccacctccttcatctcctaaggagtttcctttcarcatgactgttttgaactccaa 2093 

M M 1 1 1 1 ! 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 i M 1 1 M 1 1 1 IIMIMIIIIIMIIII.il 

Sbjct: 4135 aaacccacctccttcatctcctaaggagtttcctttcagcatgactgttttgaactccaa 4194 
Query: 2094 tgctcccccagcggtgacaacatccartaagcaggtgaaggctccttcatcacagacgtt 2153 

1 1 1 1 1 1 ! 1 1 1 1 1 1! 1 1 1 1 1 M M 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 II 1 1 M 1 1 1 1 1 1 1 1 1 1 1 

Sbjct : 4195 tgctcccccagcggtgacaacatccagtaagcaggtgaaggctccttcatcacagacgtt 4254 
Query: 2154 cagcttggcccggccgaagtatttcttcccctccacgaacaccaccgcagcaactgtggc 2213 

IMl Mi M I I II I I M I II M M MM I 

Sbjct: 4255 cagcttggcccggccgaagtatttcttcccctccacgaacaccaccgcagcaactgtggc 4314 
Query: 2214 cccttccagctctccggtgttcactttgagcagcactcctcaaactattcagaggacagt 2273 

lllllllllllllllll IIMIIIIIMIIMIIIII IIIIIIMIIIIIIIII Mill 

Sbjct: 4315 cccttccagctctccggtgttcactttgagcagcactcctcaaactattcagaggacagt 4374 



Query: 2274 gagcaaagaaagcctcttagtgtctcacccctctgtgcaaaccaaatctccaggagggct 2333 

III III MIIIIIIIMIMIMIMIIMIIMIMIMMMIIMI llllllllll 

Sbjct: 4375 gagcaaagaaagcctcttagtgtctcacccctctgtgcaaaccaaatctccaggagggct 4434 
Query: 2334 ttccatccaaaatgagccactcccaccaggcccaacagaaccracaccaccaccattcac 2393 

MMiiMiiiiiiiiiiiii iiiiiiiiiiiiiiiiiiiii ii i ii i mi iii in 

Sbjct: 4435 ttccatccaaaatgagccactcccaccaggcccaacagaaccaacaccaccaccattcac 4494 



Query: 2394 attttccatccccagcggaaaccagtttcagccccgctgtgtgtccccaattcctgtctc 

IMIMIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIII llllllllll 

Sbjct : 4495 attttccatccccagcggaaaccagtttcagccccgctgtgtgtccccaattcctgtctc 



2453 



4554 



Query: 2454 tcctaccagccggattcagaacccagtggctttcctcagctctgttctgccttctctccc 

II M IIMIMM II II II M IM MM III I II Ii M 

Sbjct : 4555 tcctaccagccggattcagaacccagtggctttcctcagctctgttctgccttctctccc 



2513 



4614 



Query: 2514 tgccatcccacccacaaatgccatggrgctgcctagaagtgcaccatccatg 

III Ml MMMIIMMIIIIMM MIMIMIIMMMM MIMI 

Sbjct : 4615 tgccatcccacccacaaatgccatggggctgcctagaagtgcaccatccatg 



2565 



4666 



Score = 278 bits (140), Expect 
Identities = 140/140 (100%) 
Strand = Plus / Plus 



= 2e-71 



Query: 2565 gccatcccagggattagcgaagaaaaatacaaagtctcctcaaccagtgaatgatgataa 

I ! 1 1 1 1 1 1 1 ! 1 1 1 i 1 1 1 III I lllllll lllllll Mil IIIIIIIIIIIIIIIIIIIII 

Sbjct : 5332 gccatcccagggattagcgaagaaaaatacaaagtctcctcaaccagtgaatgatgataa 



2624 



5391 



Query: 2625 cattcgtgaaactaagaacgcagtgattcgagacttggggaaaaaaataactttcagtga 

IIIIIIIIIIIIIIIIIIIII IIIIIIIIIIIIIIIIIIIII lllllll MM IIIMI 

Sbjct: 5392 cattcgtgaaactaagaacgcagtgattcgagacttggggaaaaaaataactttcagtga 



2684 



5451 



Query: 2 685 tgtcagaccaaaccagcagg 2704 

MIMI MM MM IM Ml 

Sbjct: 5452 tgtcagaccaaaccagcagg 5471 



>AC016395. 5. 1.166869 

Length = 166869 

Score = 442 bits (223), Expect 
Identities = 226/227 (99%) 
Strand = Plus / Minus 



e-121 



Query: 2701 caggagtacaaaatttcaagctttgagcagaggctgatgaatgaaatagagtttcgcttg 2760 

IIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIMIIIII 

Sbjct : 157129 caggagtacaaaatttcaagctttgagcagaggctgatgaatgaaatagagtttcgcttg 157070 



Query: 27 61 gaacgtactcctgttgatgaatcagatgatgaaattcaacatgatgagatccccacgggc 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIMM! 

Sbjct : 157069 gaacgtactcctgttgatgaatcagatgatgaaattcaacatgatgagatccccacgggc 



2820 



157010 



Query: 
Sbjct: 



2821 aagtgtattgctcccatctttgacaagagactcaagcacttccgggtcacagaaggctct 2880 

IIIIMIIMIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIII 

157009 aagtgtattgctcccatctttgacaagagactcaagcacttccgggtcacagaaggctct 156950 



Query: 2881 ccagtcacattcacctgcaaaattgttgggatacctgttccaaaggt 2927 

Mill III IMIMIIIIIIIIM MMIIIMMIMIMM II 

Sbjct: 156949 ccagttacattcacctgcaaaattgttgggatacctgttccaaaggt 156903 



Score = 417 bits (210), Expect = e-113 
Identities = 210/210 (100%) 
Strand = Plus / Minus 



Query: 3284 aggtgagtggtttaccgcccccggagctgacatggctactcaatggccaacctgtgctac 

1 1 1 i Ml ; 1 1 M I I !l 1 1 1 1 1 ! 1 1 1 1 M . 1 1 1 1 1 1 M 1 1 1 1 M II 1 1 1 M II 1 1 1 

Sbjct : 146665 aggtgagtggtttaccgcccccggagctgacatggctactcaatggccaacctgtgctac 



3343 



146606 



Query: 3344 cagatgcctcccacaagatgctggtcagggagaccggagtccactctctgctcattgacc 3403 

M mi ii M M II I ' I II : M ili'ir I 1 : I I 

Sbjct : 146605 cagatgcctcccacaagatgctggtcagggagaccggagtccactctctgctcattgacc 146546 
Query: 3404 cactcactcagcgcgacgcagggacctataagtgcatcgctaccaacaaaaccgggcaga 3463 

1 1 1 1 1 1 1 II 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M L 1 1 II 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Sbjct : 146545 cactcactcagcgcgacgcagggacctataagtgcatcgctaccaacaaaaccgggcaga 146486 



Query: 3464 attcttttagtctggagctctctgtagtag 

Ml III INI MM MM MM INI III 

Sbjct: 146485 attcttttagtctggagctctctgtagtag 



3493 



146456 



Score = 339 bits (171), Expect = 6e-90 
Identities = 171/171 (100%) 
Strand = Plus / Minus 

Query: 3793 gctcagtggcaccatcagatcccaccgcccatgtctgtccggcccagtggcagtcgctac 3852 

1 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ! i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 E 1 1 1 1 1 

Sbjct : 135746 gctcagtggcaccatcagatcccaccgcccatgtctgtccggcccagtggcagtcgctac 135687 
Query: 3853 ggatctctcaccagtaaaggacttgacatattttctgccttttcctccatggaaagcacg 3912 

IIIMIIIIIIIIIIIIIMIIIIMIIIIIIMIIIIIIIIIMIIIIIIMIIIIIII 

Sbjct : 135686 ggatctctcaccagtaaaggacttgacatattttctgccttttcctccatggaaagcacg 135627 
Query: 3913 atggtgtattcatgctcttctcggagtgtagtggagagtgatgaactttaa 3963 

IIIIIIIIIIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIII 

Sbjct: 135626 atggtgtattcatgctcttctcggagtgtagtggagagtgatgaactttaa 135576 



Score = 333 bits (168), Expect = 4e-88 
Identities = 168/168 (100%) 
Strand = Plus / Minus 

Query: 3492 agccaaagaggtgaagaaagcacctgtgatcctggagaaactacagaactgcggtgttcc 3551 

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIIIIIIIIIIIMIIIIMIIIII 

Sbjct: 144204 agccaaagaggtgaagaaagcacctgtgatcctggagaaactacagaactgcggtgttcc 144145 
Query: 3552 cgaaggccaccccgtgagactggagtgccgcgtgataggcatgcccccacctgtgttcta 3611 

il i 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 , 1 1 1 1 1 1 1 1 III 1 1 M 1 1 I 1 1 1 1 1 1 1 1 1 I Ml 1 1 1 I 

Sbjct : 144144 cgaaggccaccccgtgagactggagtgccgcgtgataggcatgcccccacctgtgttcta 144085 
Query: 3612 ctggaagaaagacaatgagaccatcccttgcaccagagagaggatcag 3659 

' II MMIIII III MM M II II II II II 

Sbjct: 144084 ctggaagaaagacaatgagaccatcccttgcaccagagagaggatcag 144037 



Score = 306 bits (154), Expect = 9e-80 
Identities = 158/159 (99%), Gaps = 1/159 (0%) 
Strand = Plus / Minus 

Query: 2924 aggtttactggttcaaagatgggaagcagatttctaagagaaatgagcactgcaaaatga 2983 

IIIIMMIMIIIMIIMMIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIII 

Sbjct: 151670 aggtttactggttcaaagatgggaagcagatttctaagagaaatgagcactgcaaaatga 151611 

Query: 2984 ggcgagaaggagatgggacatgctctctgcacattgaatccactaccagtgatgacgatg 3043 

II lllllllllllllllllllllllilllllllllllll lllllllllll IIIMI 
Sbjct: 151610 ggcgagaaggagatgggacatgctctctgcacattgaatccactaccagtgatgacgatg 151551 



Query: 3044 gcaactacaccatcatggcagccaacccccagg-ggaga 3081 

I III MIMI II ! II MM Mill 

Sbjct: 151550 gcaactacaccatcatggcagccaacccccaggtggaga 151512 



Score = 272 bits (137), Expect = le-69 
Identities = 137/137 (100%) 
Strand = Plus / Minus 

Query: 3657 cagtatgcaccaggacacaacagggtatgcctgccttctcattcagccagccaagaaatc 3716 

i . , i - : i 

Sbjct: 139264 cagtatgcaccaggacacaacagggtatgcctgccttctcattcagccagccaagaaatc 139205 
Query: 3717 agacgctggatggtacacgttgtcagccaagaatgaagccggcatcgtgtcgtgcactgc 377 6 

1 1 1 1 1 1 II I I 1 1 1 1 1 1 i ! 1 1 1 1 1 1 1 1 1 1 1 : 1 1 M Ill 

Sbjct : 139204 agacgctggatggtacacgttgtcagccaagaatgaagccggcatcgtgtcgtgcactgc 139145 

Query: 3777 caggctggatatatacg 3793 

II llllllll III 
Sbjct: 139144 caggctggatatatacg 139128 



Score = 260 bits (131), Expect = 5e-66 
Identities = 131/131 (100%) 
Strand = Plus / Minus 

Query: 3157 aggggaagatcccgagtgcaagaaagagacaaagagcccctacaggaacgctttttccga 3216 

I Ml M I II M Ml II M M ! IMM; Mi II M I 

Sbjct : 148681 aggggaagatcccgagtgcaagaaagagacaaagagcccctacaggaacgctttttccga 148622 
Query: 3217 ccacatttcctgcaggctcctggggatatggtagctcatgaggggcgcctctgtcggctg 3276 

II M I II IMM, II M Ml i II M; Mi II M I 

Sbjct: 148621 ccacatttcctgcaggctcctggggatatggtagctcatgaggggcgcctctgtcggctg 148562 
Query: 3277 gactgtaaggt 3287 

IMIIIIMII 

Sbjct: 148561 gactgtaaggt 148551 



Score = 173 bits (87), Expect = le-39 
Identities = 87/87 (100%) 
Strand = Plus / Minus 

Query: 3073 caggggagaatcagctgttctggccacttgatggtacaaagtttgcccattcgcagtcgg 3132 

III Mil IMIIIMIM Ml I IMMI MIMIM Ml MM I II II II MI Ml Ml 

Sbjct : 150584 caggggagaatcagctgttctggccacttgatggtacaaagtttgcccattcgcagtcgg 150525 



Query: 3133 ctaacctctgctggtcagtctcacagg 3159 

Mill! Ill MM III IIIIMI III 

Sbjct: 150524 ctaacctctgctggtcagtctcacagg 150498 
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□ 1: AC024258. Homo sapiens chro...[gi: 205644 14] 



Links 



Craniata; Vertebrata; Euteleostomi ; 
Catarrhini; Hominidae; Homo. 



AC024258 160658 bp DNA linear PRI 14-MAY-2002 

Homo sapiens chromosome 10 clone RP11-297N15, complete sequence. 
AC024258 

AC024258 .9 GI : 20564414 
HTG. 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; 
Mammalia; Eutheria; Primates; 

1 (bases 1 to 160658) 
Smith, D.R. 

Genome Therapeutics Corporation Sequencing Center: Human Genome 
Sequence Data 
Unpublished 

2 (bases 1 to 160658) 
Smith, D. R. 
Direct Submission 

Submitted (28-FEB-2000) Genome Therapeutics Corporation, 100 Beaver 
Street, Waltham, MA 02453, USA 

3 (bases 1 to 160658) 
Smith, D. R. 
Direct Submission 

Submitted (13-NOV-2001) Genome Therapeutics Corporation, 100 Beaver 
Street, Waltham, MA 02453, USA 

4 (bases 1 to 160658) 
Smith, D.R. 
Direct Submission 

Submitted (14-MAY-2002) Genome Therapeutics Corporation, 100 Beaver 
Street, Waltham, MA 02453, USA 

On May 14, 2002 this sequence version replaced gi : 16905139 . 
Location/Qualifiers 
1. .160658 
/ organism= " Homo sapiens " 
/db_xref="taxon: 9606" 
/ chromosome= "10" 
/clone="RPll-297N15" 
/ c 1 one_l ib= " RPC I - 1 1 " 
BASE COUNT 50744 a 31675 c 30448 g 47791 t 
ORIGIN 

1 gaattctttg aaggttttca atttactttg cccagaacta tcagaggaat cactatatgt 
61 ggtaactaca gccttacgaa atgtatttct taaataataa aacttgaaag taaaaattac 
121 tccttgttcc tacagcagca gaatggatgt tgtattagca ggcatgaaaa cattaatctc 
181 catgtatatc tccatctgag ctctgatgtg accaggtgca ctgtcaataa gcagcagtat 
241 tttgaaagca atctttttac tgagcggtgg gtctcaacag tgggcttaag cccatattaa 
301 tatattcagt acaccatgct gtaaacagat gagctgtcat ccaggctttg ttgttccatt 
3 61 tatagaatac aggcagagta gatttagcat aattcctgag ggccctggca ttttcagaat 
421 ggtaaacaag cactggcttc aacctaaagt caccagatgc attagaccct aaaagagagt 
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http://www.ncbi.nlm.nih.gov/entrez/query .fcgi?cmd=Retrieve&db=nucleotide&list_uids=2L. 3/25/2003 
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□ 1: AL512429. Human DNA sequenc...[gi: 16508239] 



Links 



LOCUS 

DEFINITION 

ACCESSION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 
TITLE 
JOURNAL 



COMMENT 



AL512429 11170 bp DNA linear PRI 26-OCT-2001 

Human DNA sequence from clone RP11-429C3 on chromosome 10, complete 
sequence . 
AL512429 

AL512429.14 GI : 16508239 
HTG . 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 
1 (bases 1 to 11170) 
Mashreghi -Mohammadi , M . 
Direct Submission 

Submitted (26-OCT-2001) Sanger Centre, Hinxton, Cambridgeshire, 
CB10 ISA, UK. E-mail enquiries: humquery@sanger.ac.uk Clone 
requests : clonerequest@sanger .ac.uk 

On Oct 29, 2001 this sequence version replaced gi : 15028699 . 
During sequence assembly data is compared from overlapping clones. 
Where differences are found these are annotated as variations 
together with a note of the overlapping clone name. Note that the 
variation annotation may not be found in the sequence submission 
corresponding to the overlapping clone, as we submit sequences with 
only a small overlap as described above. 

This sequence was finished as follows unless otherwise noted: all 
regions were either double-stranded or sequenced with an alternate 
chemistry or covered by high quality data (i.e., phred quality >= 
30); an attempt was made to resolve all sequencing problems, such 
as compressions and repeats; all regions were covered by at least 
one plasmid subclone or more than one M13 subclone; and the 
assembly was confirmed by restriction digest. The following 
abbreviations are used to associate primary accession numbers given 
in the feature table with their source databases: Em:, EMBL ; Sw: , 
SWISSPROT; Tr : , TREMBL; Wp : , WORMPEP; Information on the WORMPEP 
database can be found at 

http : / /www . sanger . ac . uk/ Pro j ects/C_elegans /wormpep This sequence 
was generated from part of bacterial clone contigs of human 
chromosome 10, constructed by the Sanger Centre Chromosome 10 
Mapping Group. Further information can be found at 
http : / /www . sanger . ac . uk/HGP/ChrlO 

RP11-429C3 is from the library RPCI-11.2 constructed by the group 
of Pieter de Jong. For further details see 
http: //www.chori . org/ bacpac /home . htm 
VECTOR: pBACe3 . 6 

IMPORTANT: This sequence is not the entire insert of clone 
RP11-429C3 It may be shorter because we sequence overlapping 
sections only once, except for a short overlap. 

The true left end of clone RP11-153K11 is at 9171 in this sequence. 



http://www.ncbi.nlm.nih.gov/ento 3/25/2003 
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□ 1: AC016395. Homo sapiens chro...[gi: 20564406] 
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AC016395 166869 bp DNA linear PRI 14-MAY-2002 

Homo sapiens chromosome 10 clone RP11-153K11, complete sequence. 
AC016395 

AC016395.5 GI:20564406 
HTG. 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Crania ta; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

1 (bases 1 to 166869) 
Smith, D.R. 

Genome Therapeutics Corporation Sequencing Center: Human Genome 

Sequence Data 

Unpublished 

2 (bases 1 to 166869) 
Smith, D.R. 

Direct Submission 

Submitted ( 26-NOV-1999) Genome Therapeutics Corporation, 100 Beaver 
Street, Waltham, MA 02453, USA 

3 (bases 1 to 166869) 
Smith,D.R. 

Direct Submission 

Submitted ( 26-AUG-2000 ) Genome Therapeutics Corporation, 100 Beaver 
Street, Waltham, MA 02453, USA 

4 (bases 1 to 166869) 
Smith,D.R. 

Direct Submission 

Submitted ( 14-MAY-2002 ) Genome Therapeutics Corporation, 100 Beaver 
Street, Waltham, MA 02453, USA 

On May 14, 2002 this sequence version replaced gi : 9929646 . 
Location/Qualifiers 
1. .166869 

/ organ ism= "Homo sapiens" 
/ db_xr e f = " t axon : 9 6 0 6 " 
/chromosome= " 10 " 



/clone= ,, RPll-153Kll' 
/ c 1 one_l ib= " RPC I - 1 1 ' 
47408 a 35216 c 35336 g 



48909 t 



BASE COUNT 
ORIGIN 

1 gaattctcac tctctaagag aaaggtaagg gagataagaa gtgagtccaa aaatttggag 
61 tgcaaaaatg ctaattttat ttaaagtgtt tttttccctc tgatttttct gtttaatagc 
121 accactgtag aaattgtggg gaaattttct gtaatgcctg ctctgacaac gaactacctt 
181 tgccttcttc accaaaacca gtacgggttt gtgattcctg tcatgcactg ctcattcaga 
241 gatgctcatc taacttgccc tgagactcca gaactaaatc cttatgtatg aaattaccta 
301 caatgaatgt tatgatgttg tatacaaagg taaccagaca gctctcctta agcggctttc 
3 61 ggtcagtatt tggtaccagt ttatcttcta catattcagc tcatggaaat tacaagttat 
421 atatttcctt ccccattgtt tttcaaaatg tattttcaac agagcatgct taaaaatcat 



http://www.ncbi.nlm.nih.gov/entra 3/25/2003 
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>AF328296 ACCESSION : AF3 28296 NID: gi 13957726 gb AF328296.1 AF328296 
Homo sapiens myopalladin mRNA, complete cds 
Length = 5707 



ftPR 0 1 2003 



Score = 2649 bits (6790), Expect = 0.0 

Identities = 1312/1320 (99%), Positives = 1312/1320 (99%), Gaps = 6/1320 (0%) 
Frame = +2 

MQDDSIEASTSISQLLRESYLAETRHRGNNERSRAEPSSNPCHFGSPSGAAEGGGGQDDL 60 
MQDDSIEASTSISQLLRESYLAETRHRGNNERSRAEPSSNPCHFGSPSGAAEGGGGQDDL 
MQDDSIEASTSISQLLRESYLAETRHRGNNERSRAEPSSNPCHFGSPSGAAEGGGGQDDL 667^ 



Query : 


1 


Sbjct : 


488 




Query : 


61 


Sbjct : 


668 


Query : 


121 


Sbjct: 


848 


Query: 


181 


Sbjct: 


1028 


Query : 


241 


Sbjct: 


1208 


Query: 


301 


Sbjct : 


1388 


Query : 


361 


Sbjct: 


1568 


Query : 


*± z J. 


Sbjct: 


1748 


Query: 


481 


Sbjct : 


1928 


Query : 


541 


Sbjct : 


2108 


Query : 


600 


Sbjct: 


2288 


Query : 


659 


Sbjct: 


2468 



PDLSAFLSQEELDESVNLARLAINYDPLEKADETQARKRLSPDQMKHSPNLSFEPNFCQD £-> 
PDLSAFLSQEELDESVNLARLAINYDPLEKADETQARKRLSPDQMKHSPNLSFEPNFCQD 847 ^ & 



NPRSPTSSKESPQEAKRPQYCSETQSKKVFLNKAADFIEELSSLFKSHSSKRIRPRACKN ^ g ff| 

NPRSPTSSKESPQEAKRPQYCSETQSKKVFLNKAADFIEELSSLFKSHSSKRIRPRACKN 1027 g ^ 

HKS KLESQNKVMQENS S S F SDLSERRERS S VP I P I PADTRDNEVNHALEQQEAKRREAEQ 240 ^ 
HKSKLESQNKVMQENS S S F SDLS ERRERS SVP I P I PADTRDNEVNHALEQQEAKRREAEQ ^ 
Sbjct: 1028 HKSKLESQNKVMQENS SSFSDLSERRERSSVPI PI PADTRDNEVNHALEQQEAKRREAEQ 1207 

AASEAAGGDTTPGSSPSSLYYEEPLGQPPRFTQKLRSREVPEGTRVQLDCIWGIPPPQV 300 
AASEAAGGDTTPGSSPSSLYYEEPLGQPPRFTQKLRSREVPEGTRVQLDCIWGIPPPQV 
AASEAAGGDTTPGSSPSSLYYEEPLGQPPRFTQKLRSREVPEGTRVQLDCIWGIPPPQV 1387 

RWYCEGKELENSPDIHIVQAGNLHSLTIAEAFEEDTGRYSCFASNIYGTDSTSAEIYIEG 360 
RWYCEGKELENSPDIHIVQAGNLHSLTIAEAFEEDTGRYSCFASNIYGTDSTSAEIYIEG 
RWYCEGKELENSPDIHIVQAGNLHSLTIAEAFEEDTGRYSCFASNIYGTDSTSAEIYIEG 1567 

VSSSDSEGDPNKEEMNRIQKPNEVSSPPTTSAVIPPAVPQAQHLVAQPRVATIQQCQSPT 420 
VSSSDSEGDPNKEEMNRIQKPNEVSSPPTTSAVIPPAVPQAQHLVAQPRVATIQQCQSPT 
VSSSDSEGDPNKEEMNRIQKPNEVSSPPTTSAVIPPAVPQAQHLVAQPRVATIQQCQSPT 1747 

NYLQGLDGKP 1 I AAPVFTKMLQNL S AS EGQL WFEC RVKGAP S PKVEWYREGTL I EDS PD 480 
NYLQGLDGKP 1 I AAPVFTKMLQNL S AS EGQL WFEC RVKGAP S PKVEWYREGTL I EDS PD 
NYLQGLDGKP 1 1 AAPVFTKMLQNL S AS EGQL WFEC RVKGAP S PKVEWYREGTL I EDS PD 1927 

FRILQKKPRSMAEPEEICTLVIAEVFAEDSGCFTCTASNKYGTVSSIAQLHVRGNEDLSN 540 
FRILQKKPRSMAEPEEICTLVIAEVFAEDSGCFTCTASNKYGTVSSIAQLHVRGNEDLSN 
FRI LQKKPRSMAE P E E I CTLVI AEVFAED SGC FTCTASNKYGTVS S I AQLHVRGNEDL SN 2107 

NGSLHSAN-TTNLAAIEPQPSPPHSEPPSVEQPPKPKLEGVLVNHNEPRSSSRIGLRVHF 599 
NGSLHSAN TTNLAAIEPQPSPPHSEPPSVEQPPKPKLEGVLVNHNEPRSSSRIGLRVHF 
NGSLHSANSTTNLAAIEPQPSPPHSEPPSVEQPPKPKLEGVLVNHNEPRSSSRIGLRVHF 2287 

NLPEDDKGSEASSEAGWTTRQTRPDS-QERFNGQATKTPEPSFPVKEPPPVLAKPKLDS 658 
NLPEDDKGSEASSEAGWTTRQTRPDS QERFNGQATKTPEPS PVKEPPPVLAKPKLDS 
NLPEDDKGSEASSEAGWTTRQTRPDSFQERFNGQATKTPEPSSPVKEPPPVLAKPKLDS 2467 

TQLQQLHNQVLLEQHQLQNPPPSSPKEFPF-MTVLNSNAPPAVTTS-KQVKAPSSQTFSL 716 
TQLQQLHNQVLLEQHQLQNPPPSSPKEFPF MTVLNSNAPPAVTTS KQVKAPSSQTFSL 



Query: 717 ARPKYF F P STNTTAATVAP S S S PVFTL S ST PQT I QRTVS KE SLLVSH P S VQTKS PGGL S I 776 

ARPKYFFPS TNTTAATVAP S S S PVFTL S ST PQT I QRTVS KE SLLVSH P S VQTKS PGGL S I 

Sbjct: 2648 ARPKYFFPSTNTTAATVAPSSSPVFTLSSTPQTIQRTVSKESLLVSHPSVQTKSPGGLSI 2827 

Query: 777 QNEPLPPGPTE-TPPPFTFSIPSGNQFQPRCVSPIPVSPTSRIQNPVAFLSSVLPSLPAI 835 

QNEPLPPGPTE TPPPFTFSIP GNQFQPRCVSPIPVSPTSRIQNPVAFLSSVLPSLPAI 

Sbjct: 2828 QNEPLPPGPTEPTPPPFTFSIPRGNQFQPRCVSPIPVSPTSRIQNPVAFLSSVLPSLPAI 3007 

Query: 83 6 PPTNAM-LPRSAPSMPSQGLAKKNTKSPQPVNDDNIRETKNAVIRDLGKKITFSDVRPNQ 894 

PPTNAM LPRSAPSMPSQGLAKKNTKSPQPVNDDNIRETKNAVIRDLGKKITFSDVRPNQ 

Sbjct: 3008 PPTNAMGLPRSAPSMPSQGLAKKNTKSPQPVNDDNIRETKNAVIRDLGKKITFSDVRPNQ 3187 

Query: 895 QEYKISSFEQRLMNEIEFRLERTPVDESDDEIQHDEIPTGKCIAPIFDKRLKHFRVTEGS 954 

QEYKISSFEQRLMNEIEFRLERTPVDESDDEIQHDEIPTGKCIAPIFDKRLKHFRVTEGS 

Sbjct: 3188 QEYKISSFEQRLMNEIEFRLERTPVDESDDEIQHDEIPTGKCIAPIFDKRLKHFRVTEGS 3367 

Query: 955 PVTFTCKIVGIPVPKVYWFKDGKQISKRNEHCKMRREGDGTCSLHIESTTSDDDGNYTIM 1014 

PVTFTCKIVGIPVPKVYWFKDGKQISKRNEHCKMRREGDGTCSLHIESTTSDDDGNYTIM 

Sbjct: 3368 PVTFTCKIVGIPVPKVYWFKDGKQISKRNEHCKMRREGDGTCSLHIESTTSDDDGNYTIM 3547 

Query: 1015 AANPQGRISCSGHLMVQSLPIRSRLTSAGQSHRGRSRVQERDKEPLQERFFRPHFLQAPG 1074 

AANPQGRISCSGHLMVQSLPIRSRLTSAGQSHRGRSRVQERDKEPLQERFFRPHFLQAPG 

Sbjct: 3548 AANPQGRISCSGHLMVQSLPIRSRLTSAGQSHRGRSRVQERDKEPLQERFFRPHFLQAPG 3727 

Query: 107 5 DMVAHEGRLCRLDCKVSGLPPPELTWLLNGQPVLPDASHKMLVRETGVHSLLIDPLTQRD 1134 

DMVAHEGRLCRLDCKVSGLPPPELTWLLNGQPVLPDASHKMLVRETGVHSLLIDPLTQRD 

Sbjct: 3728 DMVAHEGRLCRLDCKVSGLPPPELTWLLNGQPVLPDASHKMLVRETGVHSLLIDPLTQRD 3907 

Query: 1135 AGTYKCIATNKTGQNSFSLELSWAKEVKKAPVILEKLQNCGVPEGHPVRLECRVIGMPP 1194 

AGTYKCIATNKTGQNSFSLELSWAKEVKKAPVILEKLQNCGVPEGHPVRLECRVIGMPP 

Sbjct: 3908 AGTYKCIATNKTGQNSFSLELSWAKEVKKAPVILEKLQNCGVPEGHPVRLECRVIGMPP 4087 

Query: 1195 PVFYWKKDNETI PCTRERI SMHQDTTGYACLLIQPAKKSDAGWYTLSAKNEAGIVSCTAR 1254 

PVFYWKKDNETIPCTRERISMHQDTTGYACLLIQPAKKSDAGWYTLSAKNEAGIVSCTAR 

Sbjct: 4088 PVFYWKKDNETI PCTRERI SMHQDTTGYACLL I QPAKKSDAGWYTLSAKNEAGIVSCTAR 4267 

Query: 1255 LDIYAQWHHQIPPPMSVRPSGSRYGSLTSKGLDIFSAFSSMESTMVYSCSSRSWESDEL 1314 

LDIYAQWHHQIPPPMSVRPSGSRYGSLTSKGLDIFSAFSSMESTMVYSCSSRSWESDEL 

Sbjct: 4268 LDIYAQWHHQIPPPMSVRPSGSRYGSLTSKGLDIFSAFSSMESTMVYSCSSRSWESDEL 4447 
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□ 1: AF328296. Homo sapiens myop...[gi: 13957726] 



Links 



LOCUS 

DEFINITION 

ACCESSION 

VERSION 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 

TITLE 

JOURNAL 
MEDLINE 
PUBMED 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 



FEATURES 

source 



PRI 06-MAY-2001 



CDS 



AF328296 5707 bp mRNA > linear 

Homo sapiens myopalladin mRNA, complete cds . 
AF328296 

AF328296.1 GI: 13957726 



Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

1 (bases 1 to 5707) 

Bang,M.L., Mudry,R.E., McElhinny , A. S . , Trombitas , K . , Geach,A.J., 

Yamasaki,R., Sorimachi , H . , Granzier,H., Gregorio, C .C . andLabeit,S. 

Myopalladin, a novel 145-kilodalton sarcomeric protein with 

multiple roles in Z-disc and I -band protein assemblies 

J. Cell Biol. 153 (2), 413-427 (2001) 

21206024 

11309420 

2 (bases 1 to 5707) 
Bang, M. -L . 

Direct Submission 

Submitted (13-DEC-2000) Structural and Computational Biology, 
European Molecular Biology Laboratory (EMBL) , Meyerhofs trass e 1, 
Heidelberg 69117, Germany 

Location/Qualifiers 

1..5707 

/organism="Homo sapiens" 
/ db_xr e f = " t axon : 9 6 0 6 " 
/chromosome= " 10 " 
/map= n 10q21.1" 

/tissue_type=" striated muscle" 
488. .4450 
/codon_start=l 
/product= "myopalladin" 
/protein_id= " AAK50625 . 1 " 
/db_xref ="GI : 13957727 " 

/translation^ 1 MQDDSIEASTSISQLLRESYLAETRHRGNNERSRAEPSSNPCHF 
GSPSGAAEGGGGQDDLPDLSAFLSQEELDESVNLARLAINYDPLEKADETQARKRLSP 
DQMKHSPNLSFEPNFCQDNPRSPTSSKESPQEAKRPQYCSETQSKKVFLNKAADFIEE 
LSSLFKSHSSKRIRPRACKNHKSKLESQNKVMQENSSSFSDLSERRERSSVPIPIPAD 
TRDNEVNHALEQQEAKRREAEQAASEAAGGDTTPGSSPSSLYYEEPLGQPPRFTQKLR 
SREVPEGTRVQLDCIWGIPPPQVRWYCEGKELENSPDIHIVQAGNLHSLTIAEAFEE 
DTGRYSCFASNIYGTDSTSAEIYIEGVSSSDSEGDPNKEEMNRIQKPNEVSSPPTTSA 
VIPPAVPQAQHLVAQPRVATIQQCQSPTNYLQGLDGKPIIAAPVFTKMLQNLSASEGQ 
LWFECRVKGAPSPKVEWYREGTLIEDSPDFRILQKKPRSMAEPEEICTLVIAEVFAE 
DSGCFTCTASNKYGTVSSIAQLHVRGNEDLSNNGSLHSANSTTNLAAIEPQPSPPHSE 
PPSVEQPPKPKLEGVLVNHNEPRSSSRIGLRVHFNLPEDDKGSEASSEAGWTTRQTR 
PDSFQERFNGQATKTPEPSSPVKEPPPVLAKPKLDSTQLQQLHNQVLLEQHQLQNPPP 
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SSPKEFPFNMTVLNSNAPPAVTTSNKQVKAPSSQTFSLARPKYFFPSTNTTAATVAPS 
SSPVFTLSSTPQTIQRTVSKESLLVSHPSVQTKSPGGLSIQNEPLPPGPTEPTPPPFT 
FSIPRGNQFQPRCVSPIPVSPTSRIQNPVAFLSSVLPSLPAIPPTNAMGLPRSAPSMP 
SQGLAKKNTKSPQPVNDDNIRETKNAVIRDLGKKITFSDVRPNQQEYKISSFEQRLMN 
EIEFRLERTPVDESDDEIQHDEIPTGKCIAPIFDKRLKHFRVTEGSPVTFTCKIVGIP 
VPKVYWFKDGKQISKRNEHCKMRREGDGTCSLHIESTTSDDDGNYTIMAANPQGRISC 
SGHLMVQSLPIRSRLTSAGQSHRGRSRVQERDKEPLQERFFRPHFLQAPGDMVAHEGR 
LCRLDCKVSGLPPPELTWLLNGQPVLPDASHKMLVRETGVHSLLIDPLTQRDAGTYKC 
IATNKTGQNSFSLELSWAKEVKKAPVILEKLQNCGVPEGHPVRLECRVIGMPPPVFY 
WKKDNETIPCTRERISMHQDTTGYACLLIQPAKKSDAGWYTLSAKNEAGIVSCTARLD 
IYAQWHHQIPPPMSVRPSGSRYGSLTSKGLDIFSAFSSMESTMVYSCSSRSWESDEL 
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BASE COUNT 
ORIGIN 

1 



1623 a 1437 c 1294 g 1353 t 



aaaaataatg ccattttttg aatgatgaac tatggtataa 

61 accgtcaatc aataaataac atgggcctct agctataagg 

121 actgattgac ccccaccccc ataggtgctg tcctgctatg 

181 ctcctgtcca atcaggtgga atgtttcaca ggcacatggt 

241 tgggacctgt gagctgacaa atgctctggc tccggtggtg 

301 cagccatctt cactgaaact aaggttaact cctcactctc 

361 ttccaagggc gtgaagaatt tccctcttct cctgtgcttt 

421 ataattatca ttgcagtgga gtgcctggat tggacatcct 

481 agaaagcatg caagacgaca gcatagaagc ttctacttcc 

541 gagctattta gctgaaacca gacatcgggg aaacaatgag 

601 ctccaaccct tgccatttcg gcagtccttc tggggccgct 

661 tgaccttcca gatctttcag cctttctgag ccaagaagaa 

721 ggcaagactg gccatcaatt acgacccttt ggagaaggca 

781 acgactttct cctgatcaga tgaaacactc acctaattta 

841 ccaggataac cctcgaagtc ccaccagctc taaagaaagc 

901 acagtattgt tctgaaaccc agtccaaaaa agtattttta 

961 tgaagagcta tcctcccttt tcaaatccca cagctccaaa 

1021 caaaaaccac aagagtaaac tggaatctca aaacaaagtt 

1081 tttctcagat ctgtcagaaa gacgagaaag atcttctgtt 

1141 taccagggat aatgaagtga atcacgccct ggaacagcag 

1201 ggagcaggct gccagtgagg cggctggtgg -agacactaca 

1261 tctgtactat gaagaacctc tggggcaacc tccccggttc 

1321 agaagttcca gaaggaactc gagtacagtt ggattgcata 

1381 tcaagtaagg tggtactgtg aaggcaagga gcttgaaaat 

1441 ccaggcagga aatctgcact cactgaccat tgcggaagcc 

1501 ctattcctgc tttgcttcta acatctatgg gacagattcg 

1561 agaaggggtt tcttcttctg actcagaagg cgaccctaac 

1621 ccagaagcca aatgaggtgt catctcctcc cactacctct 

1681 accccaagcc cagcatttgg tggcccaacc tcgtgtggca 

1741 ccccaccaat tacttgcagg gattggatgg aaaacctatc 

1801 aaagatgcta caaaatttgt cagcttctga gggtcagctg 

1861 aaaaggagct ccatctccta aggttgagtg gtatagagaa 

1921 tccagatttt aggattttac agaaaaaacc tcgatccatg 

1981 caccttggtc attgctgagg tgtttgcaga agattctggg 

2041 caacaaatac ggcacagtgt caagcattgc acagctgcac 

2101 cagcaacaac gggtctcttc actcagccaa ctctaccacc 



tgcatttagt 
gcaattctat 
gaatcccttt 
ttatacagct 
acaggttgtc 
tatggacggc 
catctaaaag 
catctgggtc 
atatctcagc 
aggagtcgag 
gaaggaggcg 
ttagacgaaa 
gatgaaactc 
agttttgagc 
ccccaggagg 
aataaggctg 
aggattagac 
atgcaggaaa 
cccatcccta 
gaagccaaga 
ccagggtctt 
actcaaaagt 
gtggtaggaa 
tccccagata 
tttgaagagg 
acttctgctg 
aaggaagaga 
gcagtcattc 
accatccagc 
attgcagctc 
gttgtctttg 
gggactttaa 
gcagagccag 
tgcttcacat 
gtgagaggaa 
aacctggcag 



gttcattcca 
aggtaaaaga 
gctcagtttt 
caaaataact 
cagcttctta 
tactctctat 
ttctccctgg 
aactaaaaaa 
ttctaagaga 
cggagccctc 
gaggccaaga 
gtgtcaattt 
aagctagaaa 
ctaacttctg 
caaaaaggcc 
ccgacttcat 
ctcgtgcctg 
acagctccag 
tccctgcgga 
ggcgtgaagc 
ccccttcatc 
tacggagcag 
ttccaccacc 
ttcacatcgt 
acacaggacg 
agatttatat 
tgaatcgaat 
ctccagcagt 
agtgtcagag 
ctgtgtttac 
aatgcagagt 
tagaagattc 
aggagatttg 
gtactgcaag 
atgaggacct 
ctattgagcc 
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2161 acagccctcc ccaccccact cagagcctcc atctgtggaa caacccccca aacccaaact 

2221 cgagggggtt ctggtgaacc acaatgagcc ccggtccagc tccaggattg ggcttcgtgt 

2281 gcacttcaac ctgcctgaag atgacaaagg aagtgaagca tcctccgagg ctggtgtggt 

2341 gaccaccaga cagaccaggc ccgattcttt ccaggagagg ttcaacggac aggcaacaaa 

2401 aaccccagag ccttcttccc ccgtgaaaga gccccctcca gttctggcca aacccaaact 

2461 tgattccact cagttacaac agcttcataa ccaagtctta ctggaacaac accaattgca 

2521 aaacccacct ccttcatctc ctaaggagtt tcctttcaac atgactgttt tgaactccaa 

2581 tgctccccca gcggtgacaa catccaataa gcaggtgaag gctccttcat cacagacgtt 

2641 cagcttggcc cggccgaagt atttcttccc ctccacgaac accaccgcag caactgtggc 

2701 cccttccagc tctccggtgt tcactttgag cagcactcct caaactattc agaggacagt 

2761 gagcaaagaa agcctcttag tgtctcaccc ctctgtgcaa accaaatctc caggagggct 

2821 ttccatccaa aatgagccac tcccaccagg cccaacagaa ccaacaccac caccattcac 

2881 attttccatc cccaggggaa accagtttca gccccgctgt gtgtccccaa ttcctgtctc 

2941 tcctaccagc cggattcaga acccagtggc tttcctcagc tctgttctgc cttctctccc 

3 001 tgccatccca cccacaaatg ccatggggct gcctagaagt gcaccatcca tgccatccca 

3061 gggattagcg aagaaaaata caaagtctcc tcaaccagtg aatgatgata acattcgtga 

3121 aactaagaac gcagtgattc gagacttggg aaaaaaaata actttcagtg atgtcagacc 

3181 aaaccagcag gagtacaaaa tttcaagctt tgagcagagg ctgatgaatg aaatagagtt 

3241 tcgcttggaa cgtactcctg ttgatgaatc agatgatgaa attcaacatg atgagatccc 

3301 cacgggcaag tgtattgctc ccatctttga caagagactc aagcacttcc gggtcacaga 

3361 aggctctcca gtcacattca cctgcaaaat tgttgggata cctgttccaa aggtttactg 

3421 gttcaaagat gggaagcaga tttctaagag aaatgagcac tgcaaaatga ggcgagaagg 

3481 agatgggaca tgctctctgc acattgaatc cactaccagt gatgacgatg gcaactacac 

3541 catcatggca gccaaccccc aggggagaat cagctgttct ggccacttga tggtacaaag 

3601 tttgcccatt cgcagtcggc taacctctgc tggtcagtct cacaggggaa gatcccgagt 

3661 gcaagaaaga gacaaagagc ccctacagga acgctttttc cgaccacatt tcctgcaggc 

3721 tcctggggat atggtagctc atgaggggcg cctctgtcgg ctggactgta aggtgagtgg 

3781 ttfcaccgccc ccggagctga catggctact caatggccaa cctgtgctac cagatgcctc 

3841 ccacaagatg ctggtcaggg agaccggagt ccactctctg ctcattgacc cactcactca 

3901 gcgcgacgca gggacctata agtgcatcgc taccaacaaa accgggcaga attcttttag 

3961 tctggagctc tctgtagtag ccaaagaggt gaagaaagca cctgtgatcc tggagaaact 

4021 acagaactgc ggtgttcccg aaggccaccc cgtgagactg gagtgccgcg tgataggcat 

4081 gcccccacct gtgttctact ggaagaaaga caatgagacc atcccttgca ccagagagag 

4141 gatcagtatg caccaggaca caacagggta tgcctgcctt ctcattcagc cagccaagaa 

4201 atcagacgct ggatggtaca cgttgtcagc caagaatgaa gccggcatcg tgtcgtgcac 

4261 tgccaggctg gatatatacg ctcagtggca ccatcagatc ccaccgccca tgtctgtccg 

4321 gcccagtggc agtcgctacg gatctctcac cagtaaagga cttgacatat tttctgcctt 

4381 ttcctccatg gaaagcacga tggtgtattc atgctcttct cggagtgtag tggagagtga 

4441 tgaactttaa gaatgtctag gtacctgctg tgtaagagag cggactgtgg agggggaatg 

4501 agaacaagcc agacttggtg gtttccaagc aaccgaagtt gagtaagttc ccacactgct 

4561 ggacctgtgg caaagagtgc tttgaataag tcagctaggg attcttgcag tctcagctga 

4621 gggagaaagg tagggctgtg ccttctaaag attccaacag agatgtgaga agataataca 

4681 gatgaaccaa agatgtcaca cagttgccat ccactgcttt gggaaaaaac tagcatgctc 

4741 ccctgctccc tgttgtgtta gggatgttta ggtcatacta ggagcaatta ggagccatat 

4801 gcctgggctg agaagagcta ggcagtagtg accttaggat atgactaact caccaaacaa 

4861 tgccaaggag aaaggcggac aggtcaccat cacctttcat cgattacatg tatagcagta 

4921 gttttggtga attcaccaaa tcagcttcca cttagcatta ggaggtcatg ccatacaact 

4981 cacgtatgcg ggcaaacact tttgatttgc atatcctggg tgtactgagc cacataataa 

5041 ggtgtcaaaa tgtgcttgag attccaaaaa cttgctgaaa cacttgatat tgcacagtgc 

5101 acttattttg tggccaaagc atggccttac cagcttgtct gcactatttt cttttgggtg 

5161 gtgactgttt ttttctgact ttgcatatcc ctagacacta gaactaaagg attggtaata 

5221 aaccaatcag aaagaaatcc tctgtggggt cactttaaaa actactagct tcaactacca 

5281 cttacaaaat gtgcaagagt catcatttgc ccataaaata cacctcatgg gctcctaccc 

5341 ctttccccaa aagtctgaaa gtgtaggagg aaggaagaga tacaaacaag gagaggaaat 

5401 gatgggagag tgttgttttt gtcacttgcc ccagcagagc aggggttttg gaaggagagg 

5461 tctttaatag ctttgaaatg ctttgagatc attggtcaaa ttgcattttc tatgtagaga 

5521 atattctgct aggtggaaaa gttgggagaa aggggaatat gcatctttac tctaatcacc 

5581 aattcaaacc ctgcctctta aggaattttt agacttaagt tcactgtgat atccctagta 

5641 cctagaagag tacctagcac aaagtagaca ttcaataaat atttgctggt tgaatgaaaa 

5701 aaaaaaa 
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